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In this article, we reported a total of 16,772 models of nuclear-encoded protein-coding genes for the Strepsiptera genome. How-
ever, this number referred to those gene models that were not supported by extrinsic evidence (e.g., transcripts). The total
number of inferred models of nuclear-encoded protein-coding genes was actually 30,068, of which 13,296 were supported
by extrinsic evidence. It has been further brought to our attention that the URL we provided in the article to access the sequence
data from the Strepsiptera whole-genome shotgun sequencing project deposited in the Dryad data repository does not resolve
correctly. Please use the following URL instead: http://dx.doi.org/10.5061/dryad.ts058. The authors regret these errors and any
confusion that may have resulted.
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